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Global Regulation of Genome Tanscription
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Functional Differentiation of E. coli RNA Polymerase
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A total of 2000 molecules of RNA polymerase functionally differentiates
after interaction with one of seven sigma factors (1st step) and one (or two) of

about 300 transcription factors (2nd step). The ratio of differentiated RNA
polymerases determines the expression pattern of 4000 genes on the genome.
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